Klebsiella pneumoniae is a commonly antibiotic-resistant human pathogen. This report describes the complete genome sequence and important features of Sin4, a siphophage infecting carbapenemase-producing K. pneumoniae. By its genome size, predicted packaging mechanism, protein similarity, and classification given to its closest relatives, Sin4 was determined to be a T1-like phage.
Sin4 is a siphophage with a 49,916-bp genome, a coding density of 91.6%, and a GϩC content of 50.3%. Of the 78 predicted genes in Sin4, 42 are not assigned a function. Sin4 is most closely related to Klebsiella phage 1513 (GenBank accession number KP658157), with which it shares 85.4% nucleotide sequence identity across the entire genome according to progressiveMauve v2.4.0 (19) . Phages 1513 and Sin4 also share 69 proteins.
By genome size, predicted packaging mechanism, and the classification given to its closest relatives, Sin4 is a T1-like phage with 42 proteins similar to phage T1 (GenBank accession number NC_005833) (20) . Notable Sin4 genes include those for a DNA cytosine methyltransferase (NCBI accession number QEG07100) and a DNA adenine methyltransferase (NCBI accession number QEG07085).
Data availability. The genome sequence and associated data for phage Sin4 were deposited under GenBank accession number MK931442, BioProject accession number PRJNA222858, SRA accession number SRR8869237, and BioSample accession number SAMN11360409.
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